AAGCACATGTTATAAGAAACATGGAATGCCCTCTAATCACGATACTAGAAACAAGAATAG ************************************************************ RAC TGGAAGGAAAGCTTGCACTCATTGTGGCAAGATGGGACACACTGTGGACGTGTGTTATCG C10 TGGAAGGAAAGCTTGCACTCATTGTGGCAAGATGGGGCACACTGTGGACGTGTGTTATCG ************************************ *********************** RAC AAAACACGGGTACCCACCGGGTTACACGCCGGGTTACAAGCCCTATGGAGGAAGAACCAC C10 AAAACACGGGTACCCACCGGGTTACACGCCGGGTTACAAGCCCTATGGAGGAAGAACCAC ************************************************************ (Fig. 3C, D) -Lower SCN-resistance (Fig. 4A ) -Lower incidence of Rhg4 and α-SNAPCh11IR associated SNPs (Fig. 4D) -Higher proportion are SCN-resistant (Fig. 4A ) -Higher incidence of Rhg4 and α-SNAPCh11IR associated SNPs (Fig. 4C, 4D 
Sampled Population Subset
Sampled Population Subset Table S2   Table S2 . RAC-like elements identified from NBLAST searches of RAC against the Williams 82 reference genome at Phytozome.org. The highest RAC-like match identified in the genome of the common bean (Phaseolus vulgaris) is also included. Only a single element (with highest identity to RAC) is shown for each of the n = 20 chromosomes of soybean. Several RAC-subfamily elements within the soybean reference genome are also inserted into host genes, and/or include elements with intact ORFs.
